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Arilus cristatus Zelus sp. Figure S3 . The evolution of the fossula spongiosa (left) and any other leg modification (right) in Reduvioidea. The tree shown is the ML best tree from the T+R dataset with non-reduvioid taxa trimmed off. Ancestral states reconstructed using parsimony in Mesquite 2.75. Table S2 . Illumina RNA-seq, quality trimming, de novo assembly, and HaMStR ortholog prediction results, showing the number of pairedend raw reads generated for each library, the number of filtered raw reads after quality trimming for de novo assembly, the number of assembled contigs with their average length and N50, the number of ortholog genes (OGs) from HaMStR, and the completeness in the concatenated matrix (calculated as the proportion of non-gap sites in the matrix). 370 protein-coding genes that cover all 23 taxa are used for phylogenetic analyses. 
